To date there are no studies aimed at identifying genomic regions or candidate genes 121 associated with resistance to P. salmonis in rainbow trout populations. Therefore, the main 122 objectives of the current study were to i) identify genomic regions associated with resistance 123 to P. salmonis in a farmed rainbow trout population, and ii) identify candidate genes 124 associated with the trait. 
MATERIALS AND METHODS

127
Population and experimental challenge 128 The population used in this study was rainbow trout (Oncorhynchus mykiss) year- were euthanized and body weight was also recorded. Fin clips from all fish were sampled 150 and stored in 95% ethanol at -80°C until they were genotyped.
152
Genotyping
153
The genomic DNA from the sampled fin clips was extracted using a commercial kit
154
(DNeasy Blood & Tissue Kit, Qiagen), following the manufacturer's instructions.
155
Genotyping was performed using a commercial 57K SNP array ( proportion of genetic variance for each trait, with 2.4 and 1.5% for TD and BS, respectively.
245
The SNP explaining the highest proportion of the genetic variance (Affx-88923370) is the 246 same for both TD and BS (Table 3) .
Using the O. mykiss reference genome (GCA_002163495) we identified candidate 248 genes associated with resistance to P. salmonis. The gene tapsain (tap) is also involved in the immune response, transporting cytosolic 
